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Blast 2 Sequences 



Pace 



BLAST 2 SEQUENCES 

This tnnl produces the alignment of two given sequences using BLAST engine for local alignment 

The stand-alone executable for blasting two sequences (bL2seq) can be retrieved firomtI£BLfi£^il£ # . _ ■.. • ■ 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences 
FEMS Microbiol Lett 174:247-250 .v- • S r-y: -/.'v.'- ; ;X ' ; ■ 



Program [ 



Parameters used in BLASlfcLprogram only: 

Reward for a match:) jPenalty for a mismatch:^ 



HI Use Mega BLAST Strand option I 



Open gap [ll ! and extension gap { penalties ; 

gap x_dropoff fio j expect |io.oj word size [3 JFilterlgi 



Sequence 1 Enter accession or GI [seq id_2 or download from file [ 
or sequence in FASTA format from:[o | to:[ o~ 



LWTWGWAKTQDPEPASSATITDPQKANRFHRT^^ 
LIJVTESIJCNSAELTPSDHPFVrciTGGGLGMMVYQ 

FSLKFSQTYTKmERYAKNNVS SKNYSCQGEMLPSI^EGPliTKLVGLYSYCHJHNCHIEPYT 

QGENLTSQCTFRSQTKGGAVFFDLFMKPF 

FSTKTPLINVLVPIGVKGSFMNATQRPQAWTVELAYQPVL^ 

GSPSSRHAMSYKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIAL^ 



Sequence 2 Enter accession or GI [pomp 9 Ob or download from file [ 

or sequence in FASTA format from: |o i to: [°~ 



WTVTWDTETATKTATLTWEQTGYS PNPERQGPLVPNTLWGAFSDLRAIQNLMDI SVNGAD 
YHRGFWVSGIJ^NFLHKSGSDTKRKFRHNSAGYALGV^ 

LVSKNNANIYAGSLYYQHI SYWSAWQNLLQNTI GAEAPLVLNAQLTYCHASNDMKTNMTT 
TYAPRKTTYAEIKGCWGNDCFGVELGATVPIQTES SLLFDMYSPFLKFQLVHTHQDDFKE 
NNSDQGRYFESSNLTNLSLPIGIKFERFANNt)TASYHVTAAYSPDIVR^ 
pDSAVWVTKAN^^IAR5AFMLQAG^^ITlSLSHNI^^ 



Comments and suggestions to blast-help@ncbLn!m.nih$ov 



h«p^A*»ww.ncblj»lfn.nIh.gov/bltstfbl2seq/bl2Jitm! 
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% NCB1 



Blast 2 S quences r suits 



BLAST 2 SEQUENCES 'BESI^TC/jljia^ON BLASTP 223 [Apr-24-2002] 
Matrix f 



gap openifilj gap extension: [Tj 
x^dropoff: [sol expectJIoTo] wordsize: jlj Bfcsc 0 



Sequence 1 lcl|seq_l Length 965 
Sequence 2 lcl|seq_2 Length 839 (1 « 839) 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 
Score « 153 bits (386), Expect 2e-35 ' 

Identities = 201/781 (25%), Positives = 320/781 (40%), Gaps = 114/781 (14%) 

Query: 189 TFWSENQSCFLFMDNICIQTNTAGKGGAIYA-CT 247 

TF+ + CF DNI T TA GAI G + + LF+AC G 
Sbjct: 85 TFLGNGYTLCF DNI TTTASNPGAINVQGQGKTLGISGFSLF — SCAYCPPGTTG 136 

Query: 248 SPICSLTGN-- RGNIVFSfNNRCFKWETASSEASDGGAIKVTTRLDVT GNRGRI 299 

GN ++VF+ KN . TA +GGAI+ D N + 

Sbjct: 137 YGAIQTKGNTTLKDNSSLVFH — - KNCSTA- — - -EGGAIQCKGSSDAELKIENNQNL 186 

Query: 300 FFSDNITKNYGGAIYAPVVTLVDNGPTYFXXXXXXXXXX XXXXDGTSNSKISADR 354 

FS+N + + GGAIYA +T+V GPT F D + ++AD 

Sbjct: 187 VFS ENSSTSKGGAI YADKLTIVSGGPTLFSNNSVSNGS S PKGGAI SIKDSSGECSLTADL 246 

Query: 355 HAIIFNENIVTNVTr^GTSTSANPPIU*^^ 414 

IF+N+ ♦ + T T RN+I + + LA + FYDPI 

Sbjct: 247 GDITFDGNKI IKTSGGSSTVT RNSIDLGTGKFT-KLRAKDGFGIFFYDPITGGG 299 

Query: 415 AG-VSVSFNKEADQTGSWFSGATVNSAI)-FHQRNLQT 472 

+ ++++ + D TG +VFSG ++ + NL + P+TLS G L ++D +T 

Sbjct: 300 SDELNINKKETVDYTGKIVFSGEKLSDEEKA^ 359 

Query: 473 VNRFTQ-TGGWSLGNGAVLSCYKNGAGNSASNASITLKHIGLN^ 531 

+ TQ G V + G L +G +ITL ++ +N++S+ , G 
Sbjct: 360 AXQVTQEAGSTWMDLGTTLQTPSSGG ETITLTNLDINIASLGGGGG — T 407 

Query: 532 EPTNNSNNYTADTAATFSIiSDVKLSLIDDYGNSPYESTDLTHALSSQPMLSISEASDNQIi 591 

P + N TA AT + ++L+D GN+ YE L +S+P +1 ++ 
Sbjct: 408 SPAXLATN-TASQAITINA VNLVDADGNA-YEDPILA TSKPFTATVATTNAST 458 

Query: 592 RSDDMDFSGLNVP--KYGWQGLWTWGWAKTQDPEPASSATITDPQ 649 

+ D VP HYG+QG WT W D E A+ +T LTW 

Sbjct: 459 VTQPTBNLTNYVPPTHYGYQGNWTVTW DTETAT KTATLTWEQ 500 

Query: 650 AGYVPSPKHRSPLIANTLWG — N^^JIATESLK1^SAELTPSDHPFWGITGGGLGMMVYQDP 707 

GY P+P+ + PL+ NTLWG + L A ++L + + H G GL +++ 

Sbjct: 501 TGYSFNPERQGPLVPNTLWGAFSOLRAIQNIiMDISVNGADYHR — GFWVSGLANFLHKSG 558 

Query: 708 RENHPGFHMRSSGYSAGMIA — GQTHTFSLKFSQTYTKLNE-RYAKN — NVSSKNYSCQG 762 

http^/www.ncbl.nIm.nlh.Qov/bla«t/W2»«q/bl2.html 
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+ F S+GY+ G+ A FS F Q + K + +KN N+ + + Q 

Sbjct: 559 SDTKRKFRHNSAGYALGVYAKTPSDDIFSAAFCQLFGKDKDYLVSKNNAN^ 618 

Query: 763 EMLFS LQEGFLLTKLVGLYSYGDHN- — — CHHFYTQGENLTS - — — QGTFR 805 

+S + LL +G + . N -.. CH . N+T* . +G + 

Sbjct: 619 iSYWSAWQN-IXQNTIGAEAPLVIJ^ 

Query: 806 SQTMGGAVFFDLFMKPFGSTHI-LTAPFLGALGIY^ 864 

+ ; G + +P++ S . ♦ +PFL +++ F E + .; .:'■+ - > L N+; 
Sbjct: 678 OTCFGVEIX^TVPIQTOSSLLFDMySPFIJCFQLVHTH ?37 

Query: 865 LVPIGVKGSFMNATQRPQAWTVELAYQFVLYRQEPGIATQLLfl^ - -KGIWFGSGSPS SRH 922 

+PIG+K A ; ++ V AY P + R P T LL S +WV + +R 
Sbjct: 738 SLPIGXKFERF-ANin>TASYHVTAAYSPDIVRSNPDCTTS 796 

Query: 923 A 923 ';' 

Sbjct: 797 A 797 C ' ■ 
CPU time : 0.21 user sees. 0.04 sys. sees. 0.25 total sees 

Lambda •" K ' V H ■ 

0.317 . 0.133 . 0.397 - 

Gapped -. 

Lambda ■ K " - H - ' 
0.267 0.0410 0.140 



Matrix: BLOSOM62 

Gap Penalties: Existence: 11, Extension: 1 

Kumber of Hits to DB: 9430 

Number of Sequences: 0 

Number of extensions: 782 

Number of successful extensions: 11 

Number of sequences better than 10 .0: 1 

Number of HSP*s better than 10.0 without, gapping: 1 

Number of HSP's successfully gapped In prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim): 2 

length of query: 965 . 

length of database: 326,943,915 

effective HSP length: 134 

effective length of query: 831 

effective length of database: 281,544,581 

effective search space: 233963546811 

effective search space used: 233963546811 

T: 9 

A: 40 

XI: 16 ( 7.3 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 41 (21.6 bits) 
S2: 78 (34.7 bits) 



http^/www.ncblJtInuiIh.gov/blastfbl2seq/bt2Jitml 
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BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment : ; " ' . 

Thf qtnTl^-fll^"^ w*it«Mft fnrWflQring fan wpwnr^c (hr?c/vfl ran tv> mfriftVftd from f*CBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 • i -v. 



Program 



Parameters used in BL ASEHprog ram only. 
Reward for a match:} jPenalty for a 



tch:[ 



H Use MegaJBLASE Strand option 



Open gap [II : and extension gap [l i penalties 

gap x dropoff 1 so expect 1 10 .0- word size [T lEBtel© 



Sequence 1 Enter accession or GI [seqid 2^ or download from file 
or sequence in FASTA format from: |o | to: |o 



1 



LWTWGWAKTQDPEPASSATITDPQKANRFHRTlJJiTWLPAGYVPSPK^ 

T .T , ATPq T .TTMfi AET..T P SDHPFWGITGGGLGMM^QD PRENHPGFHMRS SGYSAGMIAGQTHT 

FSliKFSQTYTKLNERYAKNNVSSKNYSCQGEMLFSI£E^ 

QGENLTSQGTFRSQTMGGAWFDLPMKPFG 

FSTKTPLIKVLVPIGVKGSFMNATQRPQAWTVEIAYQP^ 

GSFSSRHAMSYKISQQTQPLSWLTIJgQYHGFYSSSTF^ _ 



Sequence 2 Enter accession or GI jpomp9ia or download from file 

t to: |o 



or sequence in FASTA format from: 



MDI SVNG AD YHRGFWVSGLGNFLHKSG S DTKRKFRHNSAGYALGVYAQT P SEDVF S AAFC 
QLFGKDKDYLVSKNS STVYAGS IYYQHI SYW^fIV^NTIJ^NTIX3AEAPLVLNAQIAYCHAS 
NNMKTNMTDTYAPPKTTYSEIKGD , 
AHQDDFTCENNSDQGRYFESNNLTNLSMPIGVKLEOTSHKOTASYN^ 
CTASlXVSPTSAVWVTKAJlNIJtftflAPILQA^ 

LGSKIQF • ; ' 



Comments and suggestions to blast-kelp@nebLnIm,nik?ov 



http-JAwww.ncblJilm.nIh.oov/bla9t/bl2»eq/bl2Jitml 
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Blast 2 Sequ nces r suits 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 



xjdropoffc [sol e^pect[lo .oJ wordaze: [51 Bits ST 



Sequence 1 lcl|seq_l Length 965 (i _965) 
Sequence 2 lcl|seq_2 Length 847 (1 ..847) 



i win ttmttti — rt%4 ** i> 



NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 165 bits (417). Expect = 4e-39 ' ,i, ft x. 
Identities = 189/767 (24%), Positives * 308/767 (39%)/ Gaps = 101/767 (13%) 



ft li Itt I t n limit i mt il n I tit Lf_ 



Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 
Sbjct: 
Query: 



200 LFMDNICIQTOTAGKGGAIYACTSNSFESNNCDU " " 256 

L DNI T ++ G +GT+ + + +LF+ACGA GN 
97 LCFDNIT—TQSSHPGAISVSGTNKTLDISGFSLF — SCAYCPPGATGYGAIKAVGNTTI 152 

257 - -RGNIVFYNNRCFKNVETAS SEASDGGAIKVTTRLDVTGNRGRI FFSDNITKNYGGAI Y 314 

++VF+ KN T A A Ii + N+ +F ++N + + GGAIY 

153 KDNSSLVFH KNCSTGEGGAIQCKASSSEAELKIENNQNLVP-AENSSSSSGGAIY 206 

315 APVVTLVBNGPTYFXXXXXXXXXXXXXX DGTSNSKISADRHAIIFNENIVTNVTOA 370 

A +T+V GPT P D ++AD I F+ N + 

207 ADKLTIVSGGPTLFSNNSVSASSPKGGAICIKDSGGECSLTADLGDITFDGNKIIKTNGG 266 

371 NGTSTSANPPRRNAITVASSSGEIIXGAGSSQNLIFYDPIEVSNAGVSVSFNKE-- 428 

+ T T RN+I + SS LA + FYDPI ++ NK+ D T 

267 SPTVT RNSIDIXSSSGKFTKLNAKEGFGIFFYDPI-TGGGSDE^ 319 

429 GSVVFSGATVNSADFH-QHlttjQTKTPAPLTLSNGFLCIEDHAQL^ 486 

G +VFSG ++ ♦ ' BHH-+ PL + +G L ++D L FTQT G V + 
320 GKIVFSGERLSDEXKKVAANLKSDFKQPLKIGSGSLILKDGVTLE 379 

487 NGAVLSCYKNGAGNSASNASITLKHIGI^SSILKSGAE 546 

G L +G -HTL ++ +N++S+ G VE T S T + 

380 LGTTLQTPSSGG- ETITLTNLDINVASLGGGGVAPDPAKVEATTHSKTVTINA- - 431 

547 TFSLSDVKLSL1DDYGNSPYESTDLTHALSSQPMLSI S - -EASDNQLRSDDMDFSGUIVP 604 

++L+DD GN* YE L +SQP +1 S + + P 

432 VNLVDDNGNA-YEYPILA ASQPFTAIEVRSGSSGSITKPTTNLQJYTPP 479 

605 -HYGWQGlAfTWGWARTQDPEPASSATITDPQKANRFHRTLL^ 663 

HYG+QG WW* ' 8SA +T LTW GY P+P+ ♦ L+ 

480 THYGYQGNWTVTWKQ GSSAQ EKTATLTWEQTGYS PNPERQGSLV 523 

664 AOTLWGNMIXATESIJWSAELTPSDHPFW-GITGGGIX3HMV^ 722 

NTLWG+ +++N ++♦ + + G GLG +++ + F S+GY+ 

524 PNTLWGS-FSDIRAIQNI2«DISVN(^YHRGFWVSGl^ 582 

723 AGMIA — GQTHTFSLKFSQTYTKIJ^YAKNNVSSKNYSCQGEMLF SLQE 770 

hup^/www.ncbl.n1m.nlh.gov/blait/bl2«eqftl2jttml 
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• ■ 

G+ A FS F Q + K ++ Y + SS Y+ G + + +L + 

Sbjct: 583 LGVYAQTPSEDVFSAAFCQLFGK-DKDYLVSKNSSTVYA — GSIYYQHISYWN'IVfNTLLQ 639 

Query: 771 GFIXTKLVGLYSYGDHNCHHFYTQGENLTS-- — -QGTFRSQTMGGAVFFDLP 818 

l .+ . ♦+.-■■/- ch. n+t ; .+g + + ; o p.-- 

Sbjct: 640 im/3AEAPLVLNAQIAYCHASNN^ 699 

Query: 819 KKPFGSTHILTMFIX3AIX3iYSSLSHFTE^ 878 

++ . - + +PF+. . +++ v r F E . + : + L N+ +PIGVK ♦ 

Sbjct: 700 IETASIIiFDKYSPFVKI£LVHAH^^ 

Query: 879 QR^AWTVEIAYQTOYRQEPGIATO^ 923 '- 

+ ++ + IAY P + R P . LL S . +W, + +RHA • . - 
Sbjct: 759 KOTASYNLTIAYAPDIVRSNPDCTAS 805 

CPU time: " : . 0.22 user sees. 0.03 sys. sees 0.25 total sees 

Lambda ' - X H . .". -. : ' . 

0.317 0.133 0.397 

Gapped f '-. 
Lambda • ". K H 

0.267 0.0410 - 0.140.; ' 

Matrix: BLOSDM62 

Gap Penalties: Existence: 11. Extension: 1 

Number of Hits to DB: 9976 . *. 

Number of Sequences : 0 - 

Number of extensions: 824 

Number of successful extensions: 14 

Number of sequences better than 10.0: 1 

Number of BSP's better than 10.0 without gapping: 1 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped . (non-prelim) : 2 

length of query: 965 

length of database: 326,943,915 ' 

effective HSP length: 134 

effective length of query: 831 , 

effective length of database: 281,544,581 

effective search space: 233963546811 

effective search space used: 233963546811 

T: 9 

A: 40 

XI: 16 ( 7.3 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 41 (21.6 bits) 

S2: 78 (34.7 bits) \ ■ / ' 



httpJ/www.ncblJ»!m.nIh.gov/blt»t/bl2»eq/bl2.hlml 
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^ BLAST 2 SEQUENCES 

This tool produces the alignment ftw given sequences using BLAST engine for local alignment 
The stand-abn^ t r^ ltaWff ffir M««*H»g two B^wm** (hr?<wft ran tv> r^m>v^ from fl(7BI ftp site 
Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett. 174:247-250 ;-v- : y r : V 1 : . 



Parameters used in BLASTN prog ram only: 

Reward for a match:[ _ ^ JPenalty for a mismatch:^ 



U ITse Mega BLAST Strand option f 



Open gap [li _j and extension gap [l jpenalties 

gap x^dropoff [50 | expect [io7o] word size |3 jEller ^ 



Sequence 1 Enter accession or GI [seq id 2 or download from file £ 
or sequence in FASTA format from: |o .-. j to: [(F 1 . 



lwtwgwaktqdpepassatitdpqkanrfhrtllltwlpagyvpspkffi 

llateslknsaeltpsdhffwgxtggglgmmvyqdpre^ 

fslkfsqtytklneryaknnvssknyscqgemlfslqegfixtk^ 

qgiwltsqgtfrsqtmggavffdlpmkpfgsthiltapflgalgiysslshftevgayp^ 

fstktpl1mvlvpigvkgsfmnatqrpqamtvelayqpvlyrq 

gspssiuiamsykisqqtqplswltlhfqyhgfyssstfcnVlngei^ 



Sequence 2 Enter accession or GI )pomp9ib or download from file | 

or sequence in FASTA format from:[o j to: L 0 _ I 



LFGKDKDYFVSKNS STIYAGS IYYQHI SYWNTViNTIiLQNTIXjAEAPLVLNAQLTyCHASN 

NMkTNtfTNTYTPKNVTPSEIKGDVK3NDCFGVEFGAKAPIETAS 

HQDDFKENNSDQGRYFESNNLTNLSMPIGVKLEKFSHKDTASYNLTIA 

TASIAVSPTSAVWVTKANNLAIUiAFILQAGNYIi^ 

GSKIQF 



Comments and suggestions to plast-help@ncbLnlm.nih.xov 



http^/www.nchl.n!m.nlh.oov/bl*»tftl2ieq/bt2.htinl 
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Blast 2 Sequ nces results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 



Matrix [fBEpS5p^^|ipl S a P op^n; S*P extension: [i_ * 
x_dropoff: [so] cxpcct|io.o | wordsize: |71 EUiSC 0 




Sequence 1 icljseq^l Length 965 (1 .. 965) 
Sequence 2 lcl|seq^2 Length 846 (1..846) 






1 

NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 
Score »' 151 bits (382), Expect = 5e-35 ■' 

Identities = 184/790 (23%), Positives = 312/790 (39%), Gaps = 101/790 (12%) 

M 

\i — ^^^^^ 

Query: 182 GAI STANTFWSENQSCFLFMDN IC 1 QTNT AGKGGAI YAGT SNSFE SNNCDLF F 235 

G S N SE F+ N +C I T ++ G +GT+ + + + LP 

Sbjct: 68 GKDSPUnCSCFSETTENLSFlGNGYTLCFDNITTQSSHF 127 

Query: 236 INNACCAG GAIFSPICSLTGmiGNIVTO©mCFKNVirrASSEASIX3GM 291 

C G GAI + + + ++VF+ KN TA A + T L 

Sbjct: 128 CAYCCPPGTTGYGAIQTKGTTTLKDNSSLVFH-- KNCSTAEGGAIQCKSSSSTAELK 182 

Query: 292 VTGOTIGRIFFSDNITKNYGGAIYAPVVTLVDNGPTYFXXCX^ DGTS 346 

+ N+ +F S+N +K GGAIYA +T+V GPT P D 
Sbjct: 183 LENNKNLVP-SENSSKEKGGAIVADKLTIVSGGPTLFSraSVSI^ 241 

Query: 347 NSKISADRHAIIFNENIWNVTNANGTSTSA^ 406 

*+A+ I F+ N + . +TT RN+I + S LA + P 

Sbjct: 242 ECSLTANLGDITPDGNKIITTNGGSPTVT HNSIDLGSGGKFTKLNAKEGFGIFF 295 

Query: 407 YDPIEVSNAGVSVSFNK .EADQTGSVVFSGATVNSADFH-QR^^L ( QTKTPAPLTLSNGF 462 

. YDPI + + NK + TG +VFSG ++ + NL++ PL + G 

Sbjct: 296 YDPIANTGGSTEIELNKTESDTTYTGKIVF 355 

Query: 463 LCI EDHAQLTVNRFTQT -GGWSLGNGAVLS C YKNGAGNS ASNAS ITLKHIGLNLSSILK 521 

L ++D L + TQT G V + G L S+S +ITL ++ +N++S+ 

Sbjct: 356 LVLKDGVTLEAKKITQTKGSTVVMDLGTTLQT PSSSGETITLTNLDINIASLGG 409 

Query: 522 SGAEIPI^V^PTNNSNNYTADTAATFSLSDVKLSLIDDYGNSPYESTDLTHAI^SQP^ 581 

OP A A+ ++S ++L++ N+ YE L+ + S + 

Sbjct: 410 GGGTAPAK • - -- -- - -LATNTASQAI S IAAVNLVNTDSNT - YEDPILSASKSFSAIT 457 

Query: 582 SISEASDNQLRSDDMDFSGLNVP-HYGWQGLWTWGWAKTQDPEPA^ 640 

+ ♦ +S ♦ + + P HYG+QG WT W + SSA 
Sbjct: 458 ATTSSST — WPPETNLKNYTPPTHYGYQGNWTVTWKQ GSSAQ -E 499 

Query: 641 RTLLLTV^PAGYVPSPKHRSPLIANTLWG^IMLLATESLKNSAELTPSDHPF-^>KJITGGGL 699 

♦T LTW GY P+P+ L+ KTLWG T +++N +++ + + G L 

Sbjct: 500 KTATLTWEQTGYSPNPERVGSLVPNTLVTO-AFSDTRAIQIOIDISVNGADYSRGFWVSSL 558 

hltp://www.ncbljilm.nlh.gov/Wast/bl2«»qNfblMt2xBl? 
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Query: 700 GMMVYQDPRENHPGFHMRSSGYSAGMIA — GQTHTFSIJCFSQTYTKLNERYAKNNVSSKN 757 

+ + . + P S+GY+ G+ A SFQ + K+ * NSS 

Sbjct: 559 ANFLNKSGSDTKRKFRHHSAGYAIX3VYAQTPSDDV€ 617 

Query: 758 YSCQGEMLFrr-- ---SLQEGFIiTKLVGLYSYGDHNCHHFVTQGENLTS 800 

Y+ G i + +1* + L + ♦ CH N+T+ 

Sbjct: 618 YA--GSIYYQHISYWNTWtrTLLQNTLGAEAPLv^ 675 

Query: 801 - -QGTFRSQTMGGAVFFI)LPMKPFGSTH^ 855 

+G + + • G P++ + +PF+ +++ P E + + . 

Sbjct: 676 TPSEIKGDWGNDCFGVEKjAKAPIET^ 735 

Query: 856 STKTPLINVLVPIGVKGSFMNATQRPQAWIVELA^ — KGIWF .913 

L N+ +PIGVK + + ++ + LAY P + R P LL S +W 
Sbjct: 736 FESKNLTNLSMP IGVKLEKF - SHKDTASYKLTLAYAPDIVRSNPDCTASLLVSPTSAVWV 794 

Query: 914 GSGSPSSRHA 923 

:•■ ••- *^ \ + +rha 
Sbjct: 795 TKANNLARHA 804 

CPU time: 0.25 user sees. 0.03 sys. sees 0.28 total sees 

Lambda K H 

0.317 0.133 0.397 

Gapped 

Lambda K H 

0.267 * 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB: 9987 

Number of Sequences: 0 

Number of . extensions : 805 

Number of successful extensions: 11 ". , ' 

Number of sequences better, than 10.0: 1 

Number of HSP's better than 10.0 without gapping: 1 

Number of HSP's successfully gapped in prelim test: 0 

Number of HSP's that attempted gapping in prelim test: 0 

Number of HSP's gapped (non-prelim) : 2 

length of query: 965 

length of database: 326,943,915 

effective HSP length: 134 

effective length of query: 831 

effective length of database: 281,544,581 

effective search space: 233963546811 

effective search space used: 233963546811 

T: 9 "~ 

A: 40 

XI: 16 ( 7.3 bits) 
X2: 129 (49.7 bits) 
X3: 129 (49.7 bits) 
SI: 41 (21.6 bits) 
S2: 78 (34.7 bits) 



http^/Www.ncbI.nlmj!lh.Bov/blsstrt)l2se<^Uat2.cgl? 



